: TANGO results on amylin mutations. Mutations above the horizontal line are destabilizing mutations proposed by FibrilMutant, and mutations below the line have been suggested and tested experimentally. Mutations are ranked by TANGO from lowest AGG potential to highest AGG potential. The TANGO algorithm predicts cross-beta aggregation in proteins and populates structures according to a Boltzmann distribution to 4 structural stats: beta-sheet aggregation, beta-turn, alpha-helix, and alpha-helical aggregation. The results in this table describe the following in respective order: percentage of aggregation, amyloidogenicity potential, percentage of beta-turn conformation, percentage of alpha-helical conformation, and percentage of beta-strand conformation
